ABSTRACT Migratory birds have been postulated as potential spreaders of antibiotic resistance. Multidrug-resistant Cellulosimicrobium sp. strain KWT-B was isolated from the feces of Hirundo rustica. A draft genome sequence indicated that the strain harbors multidrug-resistant transporters, multidrug efflux pumps, a vancomycin-resistant protein, and metallo-beta-lactamases.
proteins, the drug resistance transporter EmrB/QacA subfamily, two drug resistance transporter Bcr/CflA subfamilies, the multidrug efflux pump subunit AcrB, the arabinose efflux permease major facilitator superfamily (MFS), vancomycin-resistant protein W, and four metallo-hydrolase-like-metallo-␤-lactamase (MBL)-fold superfamilies. They are conserved in previously sequenced Cellulosimicrobium species (15) . These results suggest that H. rustica can spread multidrug-resistant Cellulosimicrobium spp. through migration between Japan and Southeast Asia and that the bacteria can be transmitted from birds to humans and vice versa. The genome of Cellulosimicrobium sp. KWT-B will facilitate understanding of the ecology and global distribution of Cellulosimicrobium spp. via migratory birds. Studies on Cellulosimicrobium associated with swallows may help improve the understanding of the dissemination of antibiotic resistance in the environment.
Accession number(s).
The draft genome sequence of Cellulosimicrobium sp. KWT-B has been deposited in the DDBJ/EMBL/GenBank with the accession number NEDO00000000.
ACKNOWLEDGMENTS
This work was supported by the JSPS grant-in-aid for scientific research (C) (15K00571).
We thank Takashi Fujimitsu and Kenji Kataoka for technical assistance during this work.
